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J. G. Oakeshott1*, A. Papanicolaou1,4, O. P. Perera5, R. V. Rane1,2, S. Richards6*, W. T. Tay1, T. K. Walsh1, A. Anderson1,
C. J. Anderson1,7, S. Asgari8, P. G. Board9, A. Bretschneider10, P. M. Campbell1, T. Chertemps11,12, J. T. Christeller13,
C. W. Coppin1, S. J. Downes14, G. Duan3, C. A. Farnsworth1, R. T. Good2, L. B. Han15, Y. C. Han1,16, K. Hatje17,
I. Horne1, Y. P. Huang18, D. S. T. Hughes6, E. Jacquin-Joly12, W. James1, S. Jhangiani6, M. Kollmar17, S. S. Kuwar10,
S. Li1, N-Y. Liu1,19, M. T. Maibeche11,12, J. R. Miller20, N. Montagne11, T. Perry2, J. Qu6, S. V. Song2, G. G. Sutton20,
H. Vogel10, B. P. Walenz20, W. Xu1,21, H-J. Zhang1,22, Z. Zou15, P. Batterham2, O. R. Edwards23, R. Feyereisen24,
R. A. Gibbs6, D. G. Heckel10, A. McGrath1, C. Robin2, S. E. Scherer6, K. C. Worley6 and Y. D. Wu16Erratum
Upon publication of the original article [1], it was
noticed that Dr Papanicolaou’s surname was spelt
incorrectly. The correct spelling is “Papanicolaou”, as
shown in the author list of this erratum.
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